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<160> 13 

<170> Patentln Ver. 2.0 

<210> 1 
<211> 1627 
<212> DNA 
< 2 1 3 > Unknown 

<220> 

<221> sig_peptide 
<222> (34) . . (90) 

<220> 

<221> mat_jpeptide 
<222> (91) . . (1608) 

<220> 
<221> CDS 

<222> (34) . . (1608) 
<220> 

<22 3> Description of Unknown Organism: A conjugate 
comprising two polypeptides ^ith a mutual 
affinity . 

<400> 1 

gtcgacgcat ggagtggtag ccgaggagga agc\atg ctg gcc gtc ggc tgc gcg 54 

let Leu Ala Val Gly Cys Ala 
-15 



ctg ctg get gcc ctg ctg gcc gcg ccg ggte gcg gcg ctg gcc cca agg 102 
Leu Leu Ala Ala Leu Leu Ala Ala Pro Gly Ala Ala Leu Ala Pro Arg 
-10 -5 \ -11 



cgc tg c cct gcg cag gag gtg gca aga ggc\gtg ctg acc agt ctg cca 150 



Arg Cys PVo Ala Gin Glu Val Ala Arg Gly Val Leu Thr Ser Leu Pro 
5 \ 10 15 20 



gga gac age \gtg act ctg acc tgc ccg ggg gta gag ccg gaa gac aat 
Gly Asp Ser \al Thr Leu Thr Cys Pro Gly Val Glu Pro Glu Asp Asn 
25 30 35 



198 



gec act gtt caa tgg gtg etc agg aag ccg get gca ggc tec cac ccc 
Ala Thr Val HisyTrp Val Leu Arg Lys Pro Ala Ala Gly Ser His Pro 
40 \ 45 50 



246 



age aga tgg get ggc atg gga agg agg ctg ctg ctg agg teg gtg cag 
Ser Arg Trp Ala Gly Met Gly Arg Arg Leu Leu Leu Arg Ser Val Gin 
55 \ 60 65 



294 



etc cac gac tct gga aac tat tea tgc tac egg gee ggc cgc cca get 
Leu His Asp Ser Gly Afen Tyr Ser Cys Tyr Arg Ala Gly Arg Pro Ala 
70 \ 75 80 



342 



ggg act gtg cac ttg ctg\gtg gat gtt ccc ccc gag gag ccc cag etc 
Gly Thr Val His Leu Leu Val Asp Val Pro Pro Glu Glu Pro Gin Leu 
85 90 \ 95 100 



390 



tec tgc ttc egg aag age ccc etc age aat gtt gtt tgt gag tgg ggt 
Ser Cys Phe Arg Lys Ser Pro\ Leu Ser Asn Val Val Cys Glu Trp Gly 
105 \ 110 115 



438 



cct egg age acc cca tec ctg 
Pro Arg Ser Thr Pro Ser Leu 
120 



^g aca aag get gtg etc ttg gtg agg 
^r Thr Lys Ala Val Leu Leu Val Arg 
125 130 



486 



aag ttt cag aac agt ccg gee gaa\gac ttc cag gag ccg tgc cag tat 
Lys Phe Gin Asn Ser Pro Ala Glu \sp Phe Gin Glu Pro Cys Gin Tyr 
135 140 \ 145 



534 



tec cag gag tec cag aag ttc tec tgte cag tta gca gtc ccg gag gga 
Ser Gin Glu Ser Gin Lys Phe Ser Cya Gin Leu Ala Val Pro Glu Gly 
150 155 \ 160 



582 



gac age tct ttc tac ata gtg tec atg ngc gtc gec agt agt gtc ggg 
Asp Ser Ser Phe Tyr lie Val Ser Met Cys Val Ala Ser Ser Val Gly 
165 170 \ 175 180 



630 



age aag ttc age aaa act caa acc ttt cag\ ggt tgt gga ate ttg cag 
Ser Lys Phe Ser Lys Thr Gin Thr Phe Gln\Gly Cys Gly lie Leu Gin 
185 190 \ 195 



678 



cct gat ccg cct gee aac ate aca gtc act g<ic 
Pro Asp Pro Pro Ala Asn lie Thr Val Thr Al\ 
200 205 



gtg gee aga aac ccc 
Val Ala Arg Asn Pro 
210 



726 



C 9 C tgg etc agt gtc acc tgg caa gac ccc cac tec tgg aac tea tct 
Arg Trp Leu Ser Val Thr Trp Gin Asp Pro His ^er Trp Asn Ser Ser 
215 220 225 



774 



- 2 - 



ttc tac aga eta egg ttt gag etc aga tat egg get gaa egg tea aag 
Phe Tyr Arg lieu Arg Phe Glu Leu Arg Tyr Arg Ala Glu Arg Ser Lys 
230 \ 235 240 



822 



aca ttc aca aca tgg atg gtc aag gac etc cag cat cac tgt gtc ate 
Thr Phe Thr Thi Trp Met Val Lys Asp Leu Gin His His Cys Val lie 
245 \ 250 255 260 



870 



cac gac gec tgg aVjc ggc ctg agg cac gtg gtg cag ctt cgt gec cag 
His Asp Ala Trp Ser Gly Leu Arg His Val Val Gin Leu Arg Ala Gin 
265 270 275 



918 



gag gag ttc ggg caa\ggc gag tgg age gag tgg age ccg gag gee atg 
Glu Glu Phe Gly Gin Gly Glu Trp Ser Glu Trp Ser Pro Glu Ala Met 
280 \ 285 290 



966 



ggc acg cct tgg aca gaa tec agg agt cct cca get cga gga ggt gga 
Gly Thr Pro Trp Thr Glu Ser Arg Ser Pro Pro Ala Arg Gly Gly Gly 
295 \ 300 305 



1014 



ggt tct gga ggt gga ggt >tct gga ggt gga ggt tct gtc gag cca gta 
Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Val Glu Pro Val 
310 315 320 



1062 



ccc cca gga gaa gat tec aaa gat gta gee gec cca cac aga cag cca 
Pro Pro Gly Glu Asp Ser Lys\Asp Val Ala Ala Pro His Arg Gin Pro 
325 330 \ 335 340 



1110 



etc ace tct tea gaa cga att gkc aaa caa att egg tac ate etc gac 
Leu Thr Ser Ser Glu Arg lie Asp Lys Gin lie Arg Tyr lie Leu Asp 
345 \ 350 355 



1158 



ggc ate tea gee ctg aga aag gag\ aca tgt aac aag agt aac atg tgt 
Gly lie Ser Ala Leu Arg Lys GluVThr Cys Asn Lys Ser Asn Met Cys 
360 B65 370 



1206 



gaa age age aaa gag gca ctg gca gka aac aac ctg aac ctt cca aag 
Glu Ser Ser Lys Glu Ala Leu Ala Gmx Asn Asn Leu Asn Leu Pro Lys 
375 380 \ 385 



1254 



atg get gaa aaa gat gga tgc ttc caaVtct gga ttc aat gag gag act 
Met Ala Glu Lys Asp Gly Cys Phe Gin \Ser Gly Phe Asn Glu Glu Thr 
390 395 \ 400 



1302 



tgc ctg gtg aaa ate ate act ggt ctt t^g 
Cys Leu Val Lys lie lie Thr Gly Leu L 
405 410 



gag ttt gag gta tac eta 
Glu Phe Glu Val Tyr Leu 
415 420 



1350 



gag tac etc cag aac aga ttt gag agt agt\gag gaa caa gee aga get 
Glu Tyr Leu Gin Asn Arg Phe Glu Ser Ser Vsiu Glu Gin Ala Arg Ala 
425 430 \ 435 



1398 



gtg cag atg agt aca aaa gtc ctg ate cag ttc ctg cag aaa aag gca 
Val Gin Met Ser Thr Lys Val Leu lie Gin Phe Leu Gin Lys Lys Ala 
440 445 \ 450 



1446 



- 3 - 



aag aat eta cfat gca ata acc acc cct gac cca acc aca aat gec age 
Lys Asn Leu A&p Ala lie Thr Thr Pro Asp Pro Thr Thr Asn Ala Ser 
455 \ 460 465 



1494 



ctg ctg acg aag ctg cag gca cag aac cag tgg ctg cag gac atg aca 
Leu Leu Thr Lys\ Leu Gin Ala Gin Asn Gin Trp Leu Gin Asp Met Thr 
470 \ 475 480 



1542 



act cat etc att ctg cgc age ttt aag gag ttc ctg cag tec age ctg 
Thr His Leu lie Lau Arg Ser Phe Lys Glu Phe Leu Gin Ser Ser Leu 
485 \ 490 495 500 



1590 



agg get ctt egg caa \atg tagcatgggc accgtcgac 
Arg Ala Leu Arg Gin tyet 
505 



1627 



<210> 2 
<211> 525 
<212> PRT 
< 2 1 3 > Unknown 

<220> 

<22 3> Description of Unknown Organism : A conjugate 
comprising two polypeptides with a mutual 
affinity. 



<400> 2 

Met Leu Ala Val Gly Cys Ala YL^u Leu Ala Ala Leu Leu Ala Ala Pro 

-15 \ -10 -5 

Gly Ala Ala Leu Ala Pro Arg Arg Cys Pro Ala Gin Glu Val Ala Arg 

-11 \5 10 

Gly Val Leu Thr Ser Leu Pro Gl^r Asp Ser Val Thr Leu Thr Cys Pro 

15 20 \ 25 

Gly Val Glu Pro Glu Asp Asn Ala Vrhr Val His Trp Val Leu Arg Lys 

30 35 \ 40 45 

Pro Ala Ala Gly Ser His Pro Ser Arg Trp Ala Gly Met Gly Arg Arg 

50 \ 55 60 

Leu Leu Leu Arg Ser Val Gin Leu His\ Asp Ser Gly Asn Tyr Ser Cys 

65 70\ 75 

Tyr Arg Ala Gly Arg Pro Ala Gly Thr ^al His Leu Leu Val Asp Val 

80 85 \ 90 

Pro Pro Glu Glu Pro Gin Leu Ser Cys Pn|e Arg Lys Ser Pro Leu Ser 

95 100 \ 105 

Asn Val Val Cys Glu Trp Gly Pro Arg Ser\Thr Pro Ser Leu Thr Thr 

110 115 \120 125 



- 4 - 



Lys Ala ValL Leu Leu Val Arg Lys Phe Gin Asn Ser Pro Ala Glu Asp 

\ 130 135 140 

Phe Gin GluvPro Cys Gin Tyr Ser Gin Glu Ser Gin Lys Phe Ser Cys 

145 150 155 

Gin Leu Ala vkl Pro Glu Gly Asp Ser Ser Phe Tyr lie Val Ser Met 

160 \ 165 170 

Cys Val Ala Sen Ser Val Gly Ser Lys Phe Ser Lys Thr Gin Thr Phe 

175 \ 180 185 

Gin Gly Cys Gly Ale Leu Gin Pro Asp Pro Pro Ala Asn lie Thr Val 

190 \ 195 200 205 

Thr Ala Val Ala Arg Asn Pro Arg Trp Leu Ser Val Thr Trp Gin Asp 

21CK 215 220 

Pro His Ser Trp Asn ser Ser Phe Tyr Arg Leu Arg Phe Glu Leu Arg 

225 \ 230 235 

Tyr Arg Ala Glu Arg Ser Lys Thr Phe Thr Thr Trp Met Val Lys Asp 

240 \ 245 250 

Leu Gin His His Cys ValVlle His Asp Ala Trp Ser Gly Leu Arg His 

255 Wo 265 

Val Val Gin Leu Arg Ala GUn Glu Glu Phe Gly Gin Gly Glu Trp Ser 

270 275 \ 280 285 

Glu Trp Ser Pro Glu Ala Men Gly Thr Pro Trp Thr Glu Ser Arg Ser 

290 \ 295 300 

Pro Pro Ala Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly 

305 \ 310 315 

Gly Gly Ser Val Glu Pro Val pAo Pro Gly Glu Asp Ser Lys Asp Val 

320 325 330 

Ala Ala Pro His Arg Gin Pro Leu\ Thr Ser Ser Glu Arg lie Asp Lys 

335 340 \ 345 

Gin lie Arg Tyr lie Leu Asp Gly lie Ser Ala Leu Arg Lys Glu Thr 

350 355 \ 360 365 

Cys Asn Lys Ser Asn Met Cys Glu SeV Ser Lys Glu Ala Leu Ala Glu 

370 \ 375 380 

Asn Asn Leu Asn Leu Pro Lys Met Ala \g1u Lys Asp Gly Cys Phe Gin 

385 390 \ 395 

Ser Gly Phe Asn Glu Glu Thr Cys Leu Val Lys lie lie Thr Gly Leu 

400 405 \ 410 



Leu Glu Phe Glu Val Tyr Leu Glu Tyr LeuVGln Asn Arg Phe Glu Ser 



- 5 - 



415 



425 



Ser Glu Glu Gin Ala Arg Ala Val Gin Met Ser Thr Lys Val Leu lie 
430 \ 435 440 445 

Gin Phe Leu Gl^ Lys Lys Ala Lys Asn Leu Asp Ala lie Thr Thr Pro 
450 455 460 

Asp Pro Thr Thr Asn Ala Ser Leu Leu Thr Lys Leu Gin Ala Gin Asn 
465 \ 470 475 

Gin Trp Leu Gin Ash Met Thr Thr His Leu lie Leu Arg Ser Phe Lys 
480 \ 485 490 



Glu Phe Leu Gin Ser t>er Leu Arg Ala Leu Arg Gin Met 
495 \ 500 505 



<210> 3 
<211> 1612 
<212> DNA 
< 2 1 3 > Unknown 

<220> 

<22l> sig_peptide 
<222> (34) . . (90) 

<220> 
<221> CDS 

<222> (34) . . (1593) 
<220> 

<221> mat_peptide 
<222> (91) . . (1593) 



<220> 

<223> Description of Unknown Ord 
comprising two polypeptide 
affinity . 



iism:A conjugate 
with a mutual 



<400> 3 

gtcgacgcat ggagtggtag ccgaggagga 



atg ctg gcc gtc ggc tgc gcg 
Met Leu Ala Val Gly Cys Ala 
-15 



54 



ctg ctg get gcc ctg ctg gcc gcg ccg 
Leu Leu Ala Ala Leu Leu Ala Ala Pro 
-10 ' -5 



jga gcg gcg ctg gcc cca agg 
Sly Ala Ala Leu Ala Pro Arg 
-1 1 



102 



cgc tgc cct gcg cag gag gtg gca aga g 
Arg Cys Pro Ala Gin Glu Val Ala Arg 
5 10 



- 9 t( 3 ct 9 acc agt ctg cca 
GlV Val Leu Thr Ser Leu Pro 
15 20 



150 



gga gac age gtg act ctg acc tgc ccg ggg\gta gag ccg gaa gac aat 
Gly Asp Ser Val Thr Leu Thr Cys Pro Glytval Glu Pro Glu Asp Asn 



198 



- 6 - 



25 



30 



35 



gcc act dtt cac tgg gtg etc agg aag ccg get gca ggc tec cac ccc 
Ala Thr v\l His Trp Val Leu Arg Lys Pro Ala Ala Gly Ser His Pro 
40 45 50 



246 



age aga tggXgct ggc atg gga agg agg ctg ctg ctg agg teg gtg cag 
Ser Arg Trp FQa Gly Met Gly Arg Arg Leu Leu Leu Arg Ser Val Gin 
55 \ 60 65 



294 



etc cac gac tct gga aac tat tea tgc tac egg gcc ggc cgc cca get 
Leu His Asp SeA Gly Asn Tyr Ser Cys Tyr Arg Ala Gly Arg Pro Ala 
70 \ 75 80 



342 



ggg act gtg cac tkg ctg gtg gat gtt ccc ccc gag gag ccc cag etc 
Gly Thr Val His LeV Leu Val Asp Val Pro Pro Glu Glu Pro Gin Leu 
85 \ 90 95 100 



390 



tec tgc ttc egg aag 
Ser Cys Phe Arg Lys 
105 



jc ccc etc age aat gtt gtt tgt gag tgg ggt 
S^r Pro Leu Ser Asn Val Val Cys Glu Trp Gly 
110 115 



438 



cct egg age ace cca tec \etg acg aca aag get gtg etc ttg gtg agg 
Pro Arg Ser Thr Pro Ser fteu Thr Thr Lys Ala Val Leu Leu Val Arg 
120 \ 125 130 



486 



aag ttt cag aac agt ccg gca gaa gac ttc cag gag ccg tgc cag tat 
Lys Phe Gin Asn Ser Pro Ala\Glu Asp Phe Gin Glu Pro Cys Gin Tyr 
135 \l40 145 



534 



tec cag gag tec cag aag ttc tac tgc cag tta gca gtc ccg gag gga 
Ser Gin Glu Ser Gin Lys Phe Ser Cys Gin Leu Ala Val Pro Glu Gly 
150 155 \ 160 



582 



gac age tct ttc tac ata gtg tec atg tgc gtc gcc agt agt gtc ggg 
Asp Ser Ser Phe Tyr lie Val Ser Mfet Cys Val Ala Ser Ser Val Gly 
165 170 \ 175 180 



630 



age aag ttc age aaa act caa acc ttt\ cag ggt tgt gga ate ttg cag 
Ser Lys Phe Ser Lys Thr Gin Thr Phe\Gln Gly Cys Gly lie Leu Gin 
185 V90 195 



678 



cct gat ccg cct gcc aac ate aca gtc afct gcc gtg gcc aga aac ccc 
Pro Asp Pro Pro Ala Asn lie Thr Val Thx Ala Val Ala Arg Asn Pro 
200 205 \ 210 



726 



cgc tgg etc agt gtc acc tgg caa gac ccc V:ac tec tgg aac tea tct 
Arg Trp Leu Ser Val Thr Trp Gin Asp Pro His Ser Trp Asn Ser Ser 
215 220 \ 225 



774 



ttc tac aga eta egg ttt gag etc aga tat cgd get gaa egg tea aag 
Phe Tyr Arg Leu Arg Phe Glu Leu Arg Tyr Arg\Ala Glu Arg Ser Lys 
230 235 $40 



822 



aca ttc aca aca tgg atg gtc aag gac etc cag cit cac tgt gtc ate 



870 



- 7 - 



Thr Phe Thr Thr Trp Met Val Lys Asp Leu Gin His His Cys Val lie 
245 \ 250 255 260 



cac gac >gcc tgg age ggc ctg agg cac gtg gtg cag ctt cgt gec cag 
His Asp \la Trp Ser Gly Leu Arg His Val Val Gin Leu Arg Ala Gin 
265 270 275 



918 



gag gag ttc\ ggg caa ggc gag tgg age gag tgg age ccg gag gec atg 
Glu Glu Phe\Gly Gin Gly Glu Trp Ser Glu Trp Ser Pro Glu Ala Met 
i80 285 290 



966 



ggc acg cct tgg aca gaa tec agg agt cct cca get cga gga ggt gga 
Gly Thr Pro TrA Thr Glu Ser Arg Ser Pro Pro Ala Arg Gly Gly Gly 
295 \ 300 305 



1014 



ggt tct gga ggt g&a ggt tct gtc gag cca gta ccc cca gga gaa gat 
Gly Ser Gly Gly Gly Gly Ser Val Glu Pro Val Pro Pro Gly Glu Asp 
310 \ 315 320 



1062 



tec aaa gat gta gec ctec cca cac aga cag cca etc ace tct tea gaa 
Ser Lys Asp Val Ala AJ^a Pro His Arg Gin Pro Leu Thr Ser Ser Glu 
325 33(51 335 340 



1110 



cga att gac aaa caa att \gg tac ate etc gac ggc ate tea gee ctg 
Arg lie Asp Lys Gin lie Arg Tyr lie Leu Asp Gly lie Ser Ala Leu 
345 \ 350 355 



1158 



aga aag gag aca tgt aac aag\agt aac atg tgt gaa age age aaa gag 
Arg Lys Glu Thr Cys Asn Lys Ser Asn Met Cys Glu Ser Ser Lys Glu 
360 \ 365 370 



1206 



gca ctg gca gaa aac aac ctg aaa ctt cca aag atg get gaa aaa gat 
Ala Leu Ala Glu Asn Asn Leu AsnVLeu Pro Lys Met Ala Glu Lys Asp 
375 380 \ 385 



1254 



gga tgc ttc caa tct gga ttc aat g, 
Gly Cys Phe Gin Ser Gly Phe Asn 
390 395 



gag act tgc ctg gtg aaa ate 
Gl^ Glu Thr Cys Leu Val Lys lie 
400 



1302 



ate act ggt ctt ttg gag ttt gag gta ti^c eta gag tac etc cag aac 
lie Thr Gly Leu Leu Glu Phe Glu Val Tyr Leu Glu Tyr Leu Gin Asn 
405 410 \ 415 420 



1350 



aga ttt gag agt agt gag gaa caa gec agaVjct gtg cag atg agt aca 
Arg Phe Glu Ser Ser Glu Glu Gin Ala Arg Ala Val Gin Met Ser Thr 
425 430 \ 435 



1398 



aaa gtc ctg ate cag ttc ctg cag aaa aag gca aag aat eta gat gca 
Lys Val Leu lie Gin Phe Leu Gin Lys Lys Ala\Lys Asn Leu Asp Ala 
440 445 \ 450 



1446 



ata acc acc cct gac cca acc aca aat gee age ctg ctg acg aag ctg 
lie Thr Thr Pro Asp Pro Thr Thr Asn Ala Ser LeV Leu Thr Lys Leu 
455 460 * 465 



1494 



- 8 - 



cag gca cap aac cag tgg ctg cag gac atg aca act cat etc att ctg 
Gin Ala Glm Asn Gin Trp Leu Gin Asp Met Thr Thr His Leu lie Leu 
470 \ 475 480 



1542 



cgc age ttt Vag gag ttc ctg cag tec age ctg agg get ctt egg caa 
Arg Ser Phe ^ys Glu Phe Leu Gin Ser Ser Leu Arg Ala Leu Arg Gin 
485 \ 490 495 500 



1590 



atg tagcatgggc\accgtcgac 
Met 



1612 



<210> 4 

<211> 520 

<212> PRT 

< 2 1 3 > Unknown 

<220> 

<223> Description of\ Unknown Organism : A conjugate 
comprising two polypeptides with a mutual 
affinity . 



<400> 4 

Met Leu Ala Val Gly Cys kla Leu Leu Ala Ala Leu Leu Ala Ala Pro 
-15 \ -10 -5 

Gly Ala Ala Leu Ala Pro Arh Arg Cys Pro Ala Gin Glu Val Ala Arg 
-11 \ 5 10 

Gly Val Leu Thr Ser Leu Pro taly Asp Ser Val Thr Leu Thr Cys Pro 
15 20 \ 25 

Gly Val Glu Pro Glu Asp Asn Alia Thr Val His Trp Val Leu Arg Lys 
30 35 \ 40 45 

Pro Ala Ala Gly Ser His Pro Ser\Arg Trp Ala Gly Met Gly Arg Arg 
50 \ 55 60 

Leu Leu Leu Arg Ser Val Gin Leu His Asp Ser Gly Asn Tyr Ser Cys 
65 AO 75 

Tyr Arg Ala Gly Arg Pro Ala Gly Thr\ Val His Leu Leu Val Asp Val 
80 85 \ 90 

Pro Pro Glu Glu Pro Gin Leu Ser Cys PVie Arg Lys Ser Pro Leu Ser 
95 100 \ 105 

Asn Val Val Cys Glu Trp Gly Pro Arg Ser\ Thr Pro Ser Leu Thr Thr 
110 115 \120 125 



Lys Ala Val Leu Leu Val Arg Lys Phe Gin Asn Ser Pro Ala Glu Asp 
130 135 \ 140 



Phe Gin Glu Pro Cys Gin Tyr Ser Gin Glu S 



Gin Lys Phe Ser Cys 



145 



150 



155 



Gin Leu Ala Val Pro Glu Gly Asp Ser Ser Phe Tyr lie Val Ser Met 
16£> 165 170 

Cys Val AlaXser Ser Val Gly Ser Lys Phe Ser Lys Thr Gin Thr Phe 
175 \ 180 185 

Gin Gly Cys Gfl.y lie Leu Gin Pro Asp Pro Pro Ala Asn lie Thr Val 
190 \ 195 200 205 

Thr Ala Val Ala\ Arg Asn Pro Arg Trp Leu Ser Val Thr Trp Gin Asp 
\210 215 220 

Pro His Ser Trp Asn Ser Ser Phe Tyr Arg Leu Arg Phe Glu Leu Arg 
225 \ 230 235 

Tyr Arg Ala Glu ArgVser Lys Thr Phe Thr Thr Trp Met Val Lys Asp 
240 \ 245 250 

Leu Gin His His Cys Val lie His Asp Ala Trp Ser Gly Leu Arg His 
255 \ 260 265 

Val Val Gin Leu Arg Ala\Gln Glu Glu Phe Gly Gin Gly Glu Trp Ser 
270 275 \ 280 285 

Glu Trp Ser Pro Glu Ala Met Gly Thr Pro Trp Thr Glu Ser Arg Ser 
290 \ 295 300 

Pro Pro Ala Arg Gly Gly Gly\Gly Ser Gly Gly Gly Gly Ser Val Glu 
305 \ 310 315 

Pro Val Pro Pro Gly Glu Asp Ser Lys Asp Val Ala Ala Pro His Arg 
32 0 3 25 330 

Gin Pro Leu Thr Ser Ser Glu Arg\lle Asp Lys Gin lie Arg Tyr lie 
335 340 \ 345 

Leu Asp Gly lie Ser Ala Leu Arg Lys Glu Thr Cys Asn Lys Ser Asn 
350 355 \ 360 365 

Met Cys Glu Ser Ser Lys Glu Ala Leu Ala Glu Asn Asn Leu Asn Leu 
370 \ 375 380 

Pro Lys Met Ala Glu Lys Asp Gly Cys Phe Gin Ser Gly Phe Asn Glu 
385 390 \ 395 

Glu Thr Cys Leu Val Lys lie lie Thr Gly Leu Leu Glu Phe Glu Val 
400 405 \ 410 

Tyr Leu Glu Tyr Leu Gin Asn Arg Phe Glu\Ser Ser Glu Glu Gin Ala 
415 420 \ 425 



Arg Ala Val Gin Met Ser Thr Lys Val Leu lie Gin Phe Leu Gin Lys 
430 435 4Y40 445 



- 10 - 



Lys Ala Lys\Asn Leu Asp Ala lie Thr Thr Pro Asp Pro Thr Thr Asn 
450 455 460 

Ala Ser Leu l}eu Thr Lys Leu Gin Ala Gin Asn Gin Trp Leu Gin Asp 
S5 470 475 

Met Thr Thr His Leu lie Leu Arg Ser Phe Lys Glu Phe Leu Gin Ser 
480 \ 485 490 

Ser Leu Arg Ala \Leu Arg Gin Met 
495 \ 500 



<210> 5 

<211> 212 

<212> PRT 

< 2 1 3 > Unknown 

<220> 

<223> Description of \Unknown Organism: A conjugate 
comprising two polypeptides with a mutual 
affinity . 

<400> 5 

Met Asn Ser Phe Ser Thr ^Ser Ala Phe Gly Pro Val Ala Phe Ser Leu 
1 5 \ 10 15 

Gly Leu Leu Leu Val Leu Pro Ala Ala Phe Pro Ala Pro Val Pro Pro 
20 \ 25 30 

Gly Glu Asp Ser Lys Asp Val Ala Ala Pro His Arg Gin Pro Leu Thr 
35 \40 45 

Ser Ser Glu Arg lie Asp Lys GlVi lie Arg Tyr lie Leu Asp Gly lie 
50 55 \ 60 

Ser Ala Leu Arg Lys Glu Thr Cys >Asn Lys Ser Asn Met Cys Glu Ser 
65 70 \ 75 80 

Ser Pro Glu Ala Leu Ala Glu Asn Asn Leu Asn Leu Pro Lys Met Ala 
85 \ 90 95 

Glu Lys Asp Gly Cys Phe Gin Ser Gly\ Phe Asn Glu Glu Thr Cys Leu 
100 105\ 110 

Val Lys lie lie Thr Gly Leu Leu Glu she Glu Val Tyr Leu Glu Tyr 
115 120 \ 125 

Leu Gin Asn Arg Phe Glu Ser Ser Glu GIVl Gin Ala Arg Ala Val Gin 
130 135 \ 140 

Met Ser Thr Lys Val Leu lie Gin Phe Leu Gin Lys Lys Ala Lys Asn 
145 150 155 160 



Leu Asp Ala lie Thr Thr Pro Asp Pro Thr Thr Asn Ala Ser Leu Leu 



- 11 - 



170 



175 



Thr l\ys Leu Gin Ala Gin Asn Gin Trp Leu Glu Asp Met Pro Thr His 
180 185 190 

Leu Il^e Leu Arg Ser Leu Lys Glu Phe Leu Gin Arg Ser Leu Arg Ala 
195 200 205 

Leu Arg pin Met 
210 



<210> 6 
<211> 20 
<212> DNA 
<213> Sonstid 



Nucleinsaure 



<400> 6 
taatacgact cactataggg 



20 



<210> 7 

<211> 25 

<212> DNA 

<213> Sonstige NucUeinsaure 



<400> 7 

ccgctcgagc tggaggactte ctgga 



25 



<210> 8 
<211> 27 
<212> DNA 

<213> Sonstige Nucleinsaure 
<400> 8 

cggctcgagc cagtaccccc ag^agaa 

\ 

<210> 9 
<211> 20 
<212> DNA 

<213> Sonstige Nucleinsaure 1 



27 



<400> 9 

ccacagaagt aaggttcctt 



20 



<210> 10 

<211> 50 

<212> DNA 

<213> Sonstige Nucleinsaure 



<400> 10 



1- 12 - 



tcgaggagdt ggaggttctg gaggtggagg ttctggaggt ggaggttctg 



50 



<210> 11 
<211> 50 
<212> DNA 
<213> SonstVLge Nucleinsaure 



<400> 11 
tcgacagaac 



cfcccacctcc agaacctcca cctccagaac ctccacctcc 



50 



<210> 12 
<211> 35 
<212> DNA 
<213> Sonstige Msfucleinsaure 



<400> 12 

tcgaggaggt ggaggttctg gaggtggagg ttctg 



210> 13 
<211> 35 
<212> DNA 

<213> Sonstige Nucleinsaure 
<400> 13 

tcgacagaac ctccacctdc agaacctcca cctcc 



35 



35 



